Clostridium limosum can be found in soil and the intestinal tract of animals. In 2014, C. limosum was isolated from a suspected blackleg outbreak in cattle in Schleswig-Holstein, Germany. We present a complete genome sequence of a C. limosum strain represented by a circular chromosome and three plasmids.
Genome assembly was done using the Hierarchical Genome Assembly Process algorithm version 3 (HGAP3) with default parameters (10) implemented in PacBio SMRT portal version 2.3.0. The seed length obtained during HGAP3 assembly was 10,613 bp (preassembled read length). HGAP3 assembly generated one contig representing the chromosome and three contigs representing the plasmids for the C. limosum isolate. The circularization of the received contig to a bacterial chromosome was carried out using a protocol recommended by PacBio for merging and circularization (https://github .com/PacificBiosciences/Bioinformatics-Training/wiki/Circularizing-and-trimming). The overlapping regions of circular sequences were determined using Gepard software version 1.40 with default parameters (11) . For the circularization of contigs, Circlator version 1.5.0 was used with default parameters, as described before (12) . The circular contigs representing the chromosome and plasmids were initially polished using PacBio long reads with the RS_Resequencing.1 protocol in SMRT portal version 2.3.0 followed by short Illumina reads using Pilon version 1.22 with default parameters (13) . As a result, a complete genome is now available that meets high-quality standards. For the PacBio sequence data, we submitted the bax.h5 files and the methylation profiles to NCBI under BioProject number PRJNA432648 and SRA number SRP216188.
The final assembly contained one circular chromosome and three plasmids ( Table 1 ). The annotation was performed with the NCBI Prokaryotic Genome Annotation Pipeline (see Table 1 ). The chromosome carries a streptolysin-associated gene cluster encoding a streptolysin S (SLS) homolog (locus tag C3495_10690, encoding 52 amino acids), a bacteriocin, and a virulence factor of group A Streptococcus known to possess hemolytic/cytolytic activity (14) . Studies based on genomic analysis have identified a similar SLS-type gene cluster in Clostridium species, including C. botulinum and C. sporogenes, reported as the clostridiolysin S gene cluster (15) .
Data availability. This whole-genome sequencing project has been deposited at DDBJ/EMBL/GenBank under the accession numbers CP026600 (chromosome), CP026601 (plasmid 1), CP026602 (plasmid 2), and CP026603 (plasmid 3). The raw sequence data are available under SRA accession numbers SRR9822081 (PacBio RS II) and SRR9822082 (Illumina MiSeq). The associated BioProject and BioSample accession numbers are PRJNA432648 and SAMN08456352, respectively. The versions described in this paper are the first versions. 
